: Characterization of mutant embryo chromatin and antibodies.
(A) The acf1 7 allele bears a deletion of ~3.5 kb from the 5' end of the gene that had been generated by imprecise excision of a P-element. The deletion is obvious in ChIP-seq traces of input chromatin of mutant (red) versus wild-type (blue) embryos. Raw read densities are displayed.
(B)
In rsf-1 3602 part of the 5' region of the RSF-1 gene is deleted abolishing transcription of the gene as seen by the absence of ChIP-seq signal of RNA polymerase II (unpublished). Raw read densities are displayed.
(C)
Western blot analysis of extracts from wild-type and acf1 7 mutant embryos using three different antibodies directed against ACF1. 
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Color Key Figure S6 : Comparison of ChIP-Seq profiles obtained using 1.8% formaldehyde (FA). ACF1 ChIP-Seq analysis was performed using 3F1 and Rb2 antibodies on 0-12 hour old embryos of WT and acf1 genotype, where chromatin was fixed with 1.8% FA.
(A) Background-subtracted tag density profiles in WT (blue) and acf1 (red). For comparison, the Rb2 ACF1 ChIP-profile obtained using 3.7% FA is juxtaposed. (B) The ChIP-Seq signals along the previously identified 3090 Phantom Peaks are displayed as cumulative density plots and heatmaps for the different genotypes or crosslinking conditions (3.7% FA unless indicated differently). The log transformed signal in the heat-map appears quantized due the use of low resolution input normalized ChIP-seq wiggle files calculated by SPP package (C) Overlap analysis of peaks identified in 1.8% formaldehyde fixed WT and acf1 embryos with the Phantom Peaks. (D) Genomic feature annotation, (E) chromatin state assignment and (F) transcription factor co-localization along the "Phantom Peaks (1.8% FA)" are displayed. 
H3K9me3
Phantom Peaks Figure S7 : The Phantom Peak regions tend to harbor active chromatin marks during different stages of development. Phantom Peak regions were mapped across active (H3K4me1/me3, K9ac, K27ac) and re-pressive (H3K9me3/ 27me3) histone modification profiles deposited in the modENCODE resource. Binary scoring of the presence of a mark along the investigated site was used to generate the heatmap. Dark blue represents overlap with the histone mark. Figure S10: The modENCODE peaks overlapping with Phantom Peaks seem to have higher calculated peak strengths. We selected 96 non-histone modENCODE ChIPseq profiles for which peak scores were provided. The scores were quantile-normalized for each profile and partitioned into set overlapping or not with Phantom Peaks. Both sets are plotted as boxplots. Panel headers indicate modENCODE accession number, target and developmental stage.
